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Fig. 1 S - Bisulfite treated DNA amplified with PWS_F and PWS_R primers 

followed by a bisulfite Sanger sequencing. The bisulfite sequence DNA was 

compared to a wild-type DNA to identify the nucleotides presented in Wild-type, 

Unmethylated and Methylated alleles. The nucleotide presented in all of 3 

situations was marked with *. The variance along this sequence region is directly 

related to the unmethylated cytosines converted by bisulfite treatment. The 

arrows and boxes indicates the primer direction and the localization of each 

primer, respectively. 


